. Chi-square based allelic association (a) and association test after 100,000 permutations (b) for the follow-up GWA analysis including SLO dogs homozygous for DLA risk haplotypes and controls that were not homozygous for DLA risk haplotypes. The blue and red lines indicate suggestive (-log10[p-value] ≥ 5) and Bonferroni-adjusted genome-wide significance threshold (-log10[p-value] ≥ 6.3), respectively. Figure S2 . Manhattan plot resulting from the implementation of the genome-wide efficient mixed model association algorithm (GEMMA) for the entire dataset (a) and subset of dogs carrying DLA class II risk haplotypes for SLO (b) . The blue and red lines indicate suggestive (-log10[p-value] ≥ 5) and Bonferroni-adjusted genome-wide significance threshold (-log10[p-value] ≥ 6.3), respectively. .8 (1.61-9.10 .1 (0.01-0.85 .1 (0.01-0.94 
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